Even though abundance of Hsp27 is the highest in skeletal muscle, the relationships between the expression of HspB1 (encoding Hsp27) and muscle characteristics are not fully understood. In this study, we have analysed the effect of Hsp27 inactivation on mouse development and phenotype. We generated a mouse strain devoid of Hsp27 protein by homologous recombination of the HspB1 gene. The HspB1 -/-mouse was viable and fertile,
Introduction
The heat shock proteins (Hsps) are among the most conserved molecules in phylogeny. They are up-regulated in response to various adverse changes of the environmental conditions inducing cellular stress (e.g. heat shock, nutrient deficiencies, viral infections, various chemicals) [1] .
order to grow the heterozygous and homozygous strains. Data from heterozygous mice with intermediary phenotype between controls and mutants are not given here.
HspB1-null mice handling
Mouse strains were housed at the technical platform of animal experimentation of UMR 1019 Human Nutrition (Theix, France). They were maintained in a light/dark cycle of 12 hrs, under a controlled room at a temperature of 22°C and humidity of 45-55%. They were fed ad libitum with a conventional diet. Experimental procedures and animal handling were done according to the French animal protection legislation including licensing of experimenters. They were reviewed and approved by the French Veterinary Services and the ethics committee, named "Comité Régional d'Ethique en Matière d'Expérimentation Animale Région Auvergne" (agreement number CE 84-12). All efforts were made to minimize suffering. None of the animals utilized for this work became ill or died prior to the experimental endpoint. For plasma and tissue collection, the animals were anesthetized prior to euthanasia by cervical dislocation. Anaesthesia was induced by placing each mouse in an inhalation chamber with 4% isoflurane regulated with calibrated vaporizer. The mice were weighed once a week during the first 12 postnatal weeks (wk) in order to follow the evolution of their body weight (BW). The average daily gain (ADG) during this period was calculated. Body weight and length were recorded at 8-wk (24 HspBI -/-and 19 HspBI +/+ ), 12 -wk (25 HspBI -/-and 20 HspBI +/+ ) and 52-wk (6 HspBI -/-and 6 HspBI +/+ ) of age. The body composition was also determined using the EchoMRI™ method that offers measurements of body fat mass and lean mass in live animals. Blood sampling. Blood samples were collected from the retro orbital sinus under general anaesthesia at 4, 8 and 12 wk. Blood were sampled in tubes containing heparin to prevent the formation of clots or extension of existing clots within the blood. Then samples were centrifuged at 4°C (4000 rpm, 10 min) for plasma separation. Plasmas were kept as aliquot fractions at -80°C until analysis.
Tissue collection. Mice were sacrificed at 8-wk, 12-wk, and 52-wk of age after blood sampling. Three muscles differing in their fibre types composition were sampled immediately after death, namely the m. Soleus (Slow and Fast oxidative), m. Gastrocnemius (Fast oxido-glycolytic) and m. Tibialis anterior (Fast glycolytic). The liver and three adipose tissues (AT) namely inguinal AT, interscapular AT, and epididymal AT for males were sampled. Tissues were collected at 8-wk, 12-wk, and 52-wk of age. These ages were chosen in order to analyse the effect of Hsp27 inhibition at different stages of development. All the tissues were weighted, frozen in liquid nitrogen for molecular biology analyses or in an isopentane bath cooled by liquid nitrogen for histochemical analyses, and kept at -80°C until use. Ultrastructure analysis, was performed on 2 HspBI -/-and 2 HspBI +/+ mice of 12 weeks old. (Soleus and Tibialis anterior muscles were removed immediately after death from posterior members of mice. Muscles were pinned to each tendon on a plate cork preserving their lengths before dissection. Muscles were fixed overnight at 4°C by immersion in 2.5% glutaraldehyde in 0.1 M sodium cacodylate buffer pH 7.2.
Measurements
Plasma analyses. The plasma concentrations of 26 parameters representative of muscular, hepatic, lipidic, and energetic metabolism (urea, glucose, amylase, uric acid, phosphorus, calcium, cholesterol, triglycerides, low-density lipoprotein (LDL), high-density lipoprotein (HDL), cholinesterase, total bilirubin, total proteins, alkaline phosphatase, alanine aminotransferase, aspartate aminotransferase, iron, albumin, creatinine, creatine kinase, creatine kinase MB, lactate, lactate dehydrogenase, magnesium, transferrin and hydroxybutyrate dehydrogenase) were measured using a KONELAB 30 automat (Thermo scientific, Cergy Pontoise, France) at the Faculty of Science and Technology of Limoges (France) as described by Magnol et al. [18] .
Histology, immunohistochemical and β-galactosidase staining. Serial sections of 10 μm thick, were cut on a cryostat (Cryo-star HM 560 Microm International GmbH, Germany) at -26°C, perpendicular to the muscle fibres. Adjacent sections were used for immunohistochemical and histochemical analyses and for β-galactosidase staining.
A semi-automatic classification of fibres was used for classification of muscle fibre by using a combination of only two anti-Myosin heavy chain (MyHC) antibodies [19] . For m. Soleus BA-D5 (specific of slow MyHC I) and SC71 (specific of IIa MyHC) were used on serial sections. For m. Tibialis anterior BF-F3 specific of IIb MyHC and SC71 were used on serial sections according to Kammoun et al. [19] . The anti-MyHC antibodies were purchased from AGRO-BIO (La Ferté Saint-Aubin, France). After immuno-staining of MyHC isoforms, histological sections were visualized under an Olympus fluorescence microscope BX 51, using a 10X objective (NA = 0.3) and adequate band pass filter (Alexa 488: excitation filter 460-495, emission filter 510-550, dichromatic mirror 505LP; Cy3: excitation filter 530-550, emission filter 575-625, dichromatic mirror 565LP) as described by Meunier et al. [20] . This technique allowed us to determine the muscle fibre type proportions, meaning cross-sectional for an average 300 fibres per serial image. The metabolic fibre type was determined by revealing the succinate dehydrogenase (SDH, a mitochondrial enzyme representative of oxidative metabolism) activity according to Ashmore [21] .
For HspB1 -/-mice muscles, serial sections were also stained for β-galactosidase (β-gal) activity in order to detect reporter gene expression. Individual images were assembled into composite panoramic images of MyHC analysis, SDH activity and β-gal staining. Electrophoretic separation of MyHC isoforms. Myofibrillar proteins were extracted using a buffer containing 0.5 M NaCl, 20 mM NaPPi, 50 mM Tris, 1 mM EDTA and 1 mM DTT according to the protocol described by Picard et al. [22] . After homogenization using a Polytron (x22 000), the muscle extract was subjected to a centrifugation at 2500 x g for 10 min at 4°C. Then the supernatants were diluted 1:1 (v/w) with glycerol and stored at -20°C until use. The protein concentrations of the extracts were determined according to the Bradford method [23] using the Bio-Rad Protein assay. Bovine serum albumin (BSA) at a concentration of 1 mg/mL was used as standard.
The samples were suspended in 1:1 v/v in a basic 2 x Laemmli solution containing 4% w/v SDS, 10% v/v β-mercaptoethanol, 20% v/v glycerol, 125 mM Tris (pH 6.8) and 0.01% w/v pyronin Y, incubated at room temperature for 10 min and then heated (70°C) for 10 min. The MyHC isoforms were separated with SDS glycerol gel electrophoresis according to Picard et al. [22] . The stacking gel contained 4% polyacrylamide with a cross-link of 1.96%. The separating gel was an 8% polyacrylamide gradient with a cross-link of 1%. Three micrograms of protein extracts were loaded per well onto 0.75-mm-thick gels. The electrophoresis was run a Mini-PROTEAN 1 II vertical chamber (Bio-Rad, USA) at a constant voltage of 140V for 15 hours at 4°C. After staining in a Coomassie Blue dye solution, the gels were scanned using the Expression 10000XL Pro scanner (Epson) and the proportions of the different MyHCs bands were quantified by densitometry with ImageQuant Software 5500 (Amersham Biosciences/GE Healthcare). Western-blot analyses. Invalidation of HspB1 gene was validated in the muscle of HspB1 -/-vs controls using a quantitative western-blotting technique as described by Chaze et al. [24] . Fifteen or thirteen μg of total protein extracts were separated by gel electrophoresis using SDS-PAGE [25] . After migration, the proteins were transferred onto PVDF membrane (Millipore, Bedford, MA01730 U S A). Membranes were blocked using a TBS 1x buffer containing 5% skimmed milk and incubated under gentle agitation overnight at room temperature in the presence of the Hsp27 primary antibody (Santa Cruz: SC13132; 1/1000). The morning, the membranes were incubated at 37°C for 30 min. with the secondary fluorochrome-conjugated LICOR-antibody. Infrared fluorescence detection was then used for protein quantification Membranes were scanned by the scanner Odyssey (LI-COR Biosciences) at 800 nm. Band volumes were quantified in the images using ImageQuant TL v 2003 software (Amersham). Ultrastructure and image analysis. Small blocks (1 to 3 mm 3 with fibre direction identified) were prepared from the glutaraldehyde fixed muscles and were post-fixed in 1% osmium tetroxide in 0.1 M SCB with adapted pH (7.2 or 5.8) for 1 hr at room temperature. The blocks were dehydrated through a graded series of ethanol and embedded in epoxy resin (TAAB, Eurobio France) by using an automatic microwave tissue processor for electron microscopy (EM AMW, Leica company,Vienna, Austria). Ultra-thin sections (90 nm) were stained with uranyl acetate and lead citrate and observed using a transmission electron microscope (Hitachi HM 7650) at 80 kV acceleration voltage. Micrographs were obtained using a Hamamatsu AMT digital camera system coupled to the microscope. All samples were prepared and observed at the Cellular Imaging Center for Health (CICS) lab at Clermont-Ferrand University (France). The width of myofibrils and the intermyofibrillar spaces were determined on the images of soleus and tibialis longitudinal sections of 12 weeks old mice using the open source ImageJ software (http://rsb.info.nih.gov/ij/). The grey scale ranges extend from 0 (black) to 255 (white). The image analysis included automatic thresholding, and morphological measuring. For each numerical object labelled the area estimation was based on pixels number count, the coloration intensity corresponded on an 8 bit grey level mean value. The analysis was performed on a total of 210 images distributed in 96 images for wild-type (n = 2 mice) and 114 images for HspB1 -/-mice (n = 2). Four fields were analysed per image and therefore the measurements were performed in 480 electron microscopy fields. Statistical analysis. Statistical analyses were performed using the PROC GLM procedure (SAS Inst. Inc., Cary, NC) and mean comparisons by using post hoc procedures (NewmanKeuls) were performed to analyse differences (P < 0.05). The first model tested fixed effects of genotype, age, and gender, and all interactions for growth, body composition, tissue weights and plasma chemistry parameters. The second model tested fixed effects of genotype, muscle, and gender, and all interactions for muscle ultrastructure. Least squares means were generated for all interactions and main effects. For electronic microscopy micrographs the statistical analysis was carried out according to [26] using a two-way ANOVA with repeated measures followed by multiple comparisons post-hoc Tukey correction for analyzing the interactions. The analyses were performed using the repeated measure option of the PROC GLM of SAS software, and results were considered significant at p < 0.05. Values are presented as means ± sem.
Results

Broad general phenotyping of the HspB1-null mouse
The generated HspB1 -/ -mice were viable, fertile and born after 21 days of gestation at the expected Mendelian distribution. Revelation of β-gal activity in muscle confirmed that the endogenous HspB1 promoter driven construction was expressed in the HspB1 -/-mice ( Fig 1C) .
Western-blotting analysis of muscles homogenates confirmed the absence of Hsp27 (Fig 1D) . The HspB1 -/ -mutant mice showed no apparent morphological or anatomical alterations compared to homozygous controls until up to 18 months. The weights of new born mice were lower compared to controls (1.3 g for HspB1 -/-vs 2 g for HspB1 +/+ , P < 0.001) at one day after birth. As expected, during postnatal development (S1 Dataset), there was a significant effect of age (0.001 < P < 0.01, Table 2 ) and of gender (0.001 < P < 0.05, Table 2 ) on growth and body composition parameters however a genotype effect was observed only for body weight (BW) (P < 0.05, Table 2 ). There was no genotype effect on tissue weights expressed as a proportion of animal BW (Table 2 ). Significant interactions were detected and reported in Table 2 for BW and relative weight of fat (gender × genotype, P < 0.05) liver and m. Soleus tissues (age × gender × genotype, P < 0.05). Fig 2A illustrates BW evolution from 1 to 12 weeks of age in both genotypes. The BW of HspB1 -/ -mice were significantly lower than that of controls from week 2 to 12 of age (P < 0.01) but the average daily gain (data not shown) did not differ between the two groups (0.21 to 0.23, P > 0.05). The HspB1 -/ -males were lighter from 12-wk-old onwards (Fig 2B) .
Similar differences were recorded for females only at 12-wk of age. No differences were observed in length at the three ages analysed. Of the 26 plasma parameters measured (Table 3 ), significant differences were detected between genotypes for the lipids profile (cholesterol, HDL, and triglycerides, 0.001 < P < 0.05), total bilirubin (P < 0.05), calcium (P < 0.01) and iron (P < 0.05). The data showed a decrease in lipidic metabolites for the HspB1-null mouse. Significant age × gender × genotype interactions (0.01 < P < 0.05) were also detected for glucose, total bilirubin and aspartate aminotransferase (Table 3) indicating that the liver functions (probably lipogenesis and detoxification) has been likely affected by HspB1 gene invalidation.
Muscle changes associated with Hsp27 deficiency
Muscle properties. As illustrated in Table 2 , the skeletal muscles analysed, whether oxidative or glycolytic types, showed no differences with respect to weights between HspB1 -/-mice and wild-types. To investigate muscle phenotyping, we focused on 12-wk old adult males. Examination of fibre types (Fig 3) showed that the expression of MyHC isoforms, cross-sectional areas, shapes and perimeters of fibres did not differ between genotypes in the Soleus and Tibialis anterior muscles (Fig 3C-3F ). However the frequency profiles of fibre sizes were different between genotypes, with a tendency to higher numbers of small fibres in the HspB1 -/-mouse than wild-type for both Soleus and Tibialis anterior muscles (Fig 3A and 3B) . SDH activity, an indicator of mitochondria content, revealed no obvious differences between the HspB1 -/-mouse and wild-type mouse (data not shown). In the muscles of HspB1 -/-mouse, 3 Significance: *: P < 0.05; **: P < 0.01; ***: P < 0.001; ns: not significant. 4 LS-means with different superscripts (a, b, c) within a column for age effect are significantly different (P < 0.05). expression of the HspB1 promoter driven construction was found to be fibre-type specific (type IIB < type IIA < type I and IIX) (Fig 1 and data not shown ). An adequate electrophoresis technique to quantify proportions of MyHC revealed distinct profiles between the HspB1 -/-mouse and the wild-type mouse in the m. Soleus (Fig 3G right panel) . A third MyHC was detected in HspB1 -/-mice comparatively to their controls. As illustrated in Fig 3G (left panel) this MyHC could be similar to the developmental isoform detected at 4 weeks of age in the wild-type mouse. However, this could not be validated by immunohistochemistry likely because the fast antibody cross-reacted with developmental MyHC [27] . Muscle ultrastructure. To examine the in-depth phenotype of muscle, we performed electron microscopy of longitudinal muscle sections and measurements. Figs 4-6 illustrate changes in muscle ultrastructure following Hsp27 invalidation. Compared to the wild-type muscle ( Fig  4A, 4C and 4E) , the soleus muscle of the HspB1 -/-mouse ( Fig 4B, 4D and 4F) showed increased intermyofibrillar spaces (Table 4 ) and altered sarcomere (longitudinally repeating subunit of myofibrils) structure with Z lines deformation, A band and I band junctions not well defined. The sarcomere length (1.70 μm ± 0.3) was not changed. The costamers were stretched (Fig 5B  vs. 5A ). Some disintegration of the lateral attachments between myofibrils and the sarcolemma were also observed (Fig 5B) . The morphology of nuclei appeared to be normal. They were localized at the periphery of myofibrils (data not shown). There appeared to be no differences in mitochondria numbers between HspB1 -/-mice and controls (Fig 4C and 4D) . However, an alteration was observed in the morphology of some mitochondria in HspB1 -/-muscles. Several fibres showed unaltered ultrastructure suggesting a high heterogeneity in the ultrastructure with altered and non-altered regions (Fig 4) . The ultrastructure of the m. Tibialis anterior in the mutant mouse is presented in Fig 6 . Four fibre types (I, IIA, IIB and IIX) are observed. The oxidative fibres (Fig 6A, 6B, 6C and 6D ) are characterized by a high content of mitochondria while glycolytic fibres (Fig 6E and 6F) are poor in mitochondria. Changes in m. Tibialis anterior ultrastructure were less marked than in the Soleus muscle. Glycolytic fibres showed very small intermyofibrillar spaces and their Significance: *: P < 0.05; **: P < 0.01; ***: P < 0.001; ns: not significant. Hsp27 and Muscle Cytoskeleton Ultrastructure ultrastructure was apparently not affected in the mutant mouse. HspB1 -/-oxidative fibres exhibited larger space between myofibrils than controls (Table 4) . Lastly HspB1 -/-fibres showed more altered mitochondria.
Discussion
Small heat shock proteins (sHsps) play a fundamental role in multiple organisms through pleiotropic and more specific effects [28] . They are tightly regulated during development [17] .
To investigate the role of constitutive Hsp27 in vivo, we generated a mouse strain carrying targeted invalidation of the HspB1 gene. We examined the consequences of Hsp27 deficiency on the broad phenotype of mutant mouse, and specifically on muscle development and fine characteristics. The final objective was to look for molecular mechanisms regulated by Hsp27 that could account for muscle development, structure, and physiology. The invalidation of HspB1 appeared to have only a moderate effect on the development and physiology since the mutant mice were viable, fertile and apparently normal offspring were generated. Since Hsp27 is constitutively present in a wide variety of tissues as part of the chaperone network, the occurrence of a moderate phenotype in the HspB1 -/-mouse was quite unexpected. Observation of HspB1 -/-mice over a period of 12 months did not reveal any signs of major morphological or physiological disturbance nor locomotion troubles or disease including neuropathy as predicted by Kim et al. [29] . Thus, Hsp27 on its own did not appear to be essential for development as also reported in mouse [30] [31] [32] , fly [33] , and zebrafish [34] but in contrast to a study by Eroglu et al. [35] . The moderate phenotype of the HspB1 -/-mouse indicates that the mutant has coped with the loss of Hsp27. This may be have been achieved through compensatory changes in the expression of cognate members of the sHsp family [2] sharing common functions with Hsp27 and transcriptionally regulated by HSF-1. Compensation which may be elicited by other small Hsps has probably occurred during early development and postnatal life. Consistently we previously reported changes in the status of sHsps in the muscles of the HspB1 -/-mouse [36, 37] that may support functional redundancy. However we report here specific characteristics of the HspB1 -/-mouse: a gender dimorphism with marked effects in males, an effect on body weight with no obvious changes in the growth rate, a lower plasma lipids profile, and an alteration of muscle ultrastructure. These gender differences agree with previous reports that the heat shock induction of HspB1 is greater in males [38] and that Hsp27 regulates the activity [39] and expression [40] of the androgen receptor which plays a role in testosterone-related myogenesis [41] . Although Hsp27 is expressed at the highest levels of any tissues in muscle in basal condition [8] , there was no specific apparent macroscopic or microscopic muscle phenotype associated with Hsp27 loss. There was no main impact of HspB1 disruption neither on the relative weight of muscles nor on the size or types of muscle fibres. Similar observations were made in other vertebrate models, at the exception of the zebrafish for which Hsp27 was essential for optimal growth of craniofacial myofibres [34] . However, as we examined animals only postnatally we cannot exclude that the muscles of the mutant mouse could have developed slower than those of wild-type during foetal development. Interestingly, very specific differences between mutants and wild-type controls were detected at the protein level [37] . The electrophoretic profiles of m. Soleus proteins showed differences in myofibrillar proteins, especially the presence of a putative developmental MyHC isoform which remains to be confirmed. These differences may be explained by differences in the kinetics of myofibrillar protein expression between the HspB1 -/-mutant and the wild-type mouse during myogenesis. Thus they probably illustrate a slower development of mutant muscles as suggested above. Accordingly, the higher number of small fibres in the HspB1 -/-mouse may result from delayed muscle growth.
Most striking is the ultrastructure alteration of the skeletal muscles in the HspB1 -/-mouse.
As a result of transgenic insertion to disrupt HspB1 gene expression, introduction of LacZ gene via the targeting vector produces constitutive beta galactosidase expression. Albeit in the absence of substrate at the optimal pH in situ, this may be expected to compromise development or structure of tissues and organs. LacZ is broadly used as a reporter gene in transgenic studies with not any dedicated effect nor demonstrated cytotoxicity of beta galactosidase even after long term expression. Overexpression of this enzyme following injection or transgenic expression was demonstrated by immunocytochemistry in several studies while not any obvious change was detected in the heart and muscle cell ultrastructure in vivo [42] [43] [44] [45] [46] . However this does not disprove an effect of the LacZ reporter in the muscle ultrastructure in the HspB1 mouse but makes it very unlikely. We rather assume that change in muscle ultrastructure is a consequence of HspB1 invalidation. Indeed sHsps are important in maintaining cytoskeletal integrity [28, 47] . Especially during intense exercise and associated hyperthermia, high levels of sHsps are needed to prevent cellular damage in skeletal muscles [30] . Hsp27 interacts with key cytoskeletal protein elements and is associated with Z-disk maintenance [48] . This has been described at the level of microfilaments and intermediate filaments [49] . Under excise damage Hsp27 and αB-crystallin translocate from the intermyofibrillar space to the cytoskeletal/myofibrillar structures after a repeated bout of exercise [50] . They accumulate in myofibrillar structures, especially in the Z-line and intermediate filament structures, and in areas of disrupted sarcomeres. Cytoplasmic Hsp27 is thought to interact primarily with actin microfilaments [51] , while cytoplasmic αB-crystallin appears most frequently to interact with intermediate filament proteins e.g. desmin [49] . Thus Hsp27 likely modulates stability, structure and dynamics of actin filaments [52] . In Zebrafish, localization of Hsp27 in resting length myofibrils correlates with regions adjacent to the Z-line. However in stretched myofibrils Hsp27 localization does not depend on desmin, α-actinin, myosin, or filamentous actin, but is connected with titin filaments [47] . A fine control of muscle architecture is of paramount importance during muscle development and myoblast differentiation, or when facing excessive damage. In Xenopus embryos lacking Hsp27 after morpholino injection, defects in myofibril architecture were observed in heart and skeletal muscle [53] . There were evidences of failure of myofibril assembly and sarcomere formation. Thus, the primary function of Hsp27 may be the regulation of myofibril structure. In our gene knock-out study, constitutive loss of Hsp27 also resulted in myofibril ultrastructural abnormalities in basal conditions as shown by disturbances in the cross-striation band pattern, deformation of myofibrillar structures, enlarged intermyofibrillar space, presence of some distorted mitochondria, and grouping of subsarcolemal mitochondria. Several hypotheses can be formulated to account for the muscle ultrastructural phenotype of 2 Significance: *: P < 0.05; **: P < 0.01; ***: P < 0.001; ns: not significant. 3 SEM: standard error of the mean.
the HspB1 mutant mouse including misfolded proteins (loss of protective function through protein triage [54] ), abnormal myofibrillogenesis and disorganization / loss of costameric proteins (e.g desmin) (loss of protective function from fragmentation) in the absence of Hsp27. Moreover, the alterations observed may be linked to altered maintenance of muscle homeostasis and activation of proteolysis through different mechanisms including proteolytic systems, apoptosis, proteasomal or autophagosomal protein degradation [55] . Interestingly, the specific phenotype of mutant muscle was associated with a lower abundance of desmin (a potential substrate of the calpain system and of caspase 3) and changes in the abundance of others proteins involved in muscle structure [36] . Since (i) under physiological conditions Hsp27 loss does not impair mouse development and physiology and (ii) the protein is stress-inducible, the phenotype of mouse is questioned under stress conditions. Indeed, the analysis of Hsp27 deficient muscle in stress conditions (exercise or hyperthermic challenge) will provide key elements on the function of Hsp27 and its interactors during pre-and post-natal development. This has been partly examined by Huang et al [56] who did not detect any change in the levels of several Hsps following hyperthermic challenge. However, as stated by these authors multiple sHsp targeted disruption might be helpful for further understanding of Hsps functional redundancy in mouse development.
Conclusions
Overall, this study showed that mouse development and morphometric characteristics of their skeletal muscles were not impaired in the absence of the HspB1 gene. These data suggest a functional redundancy between Hsps during development with subsequent apparently normal phenotype. However, the invalidation of the HspB1 gene resulted in alteration of muscle ultrastructure. Therefore redundancy was not detected at ultrastructural levels suggesting a crucial role for Hsp27 in the regulation of protein make-up for muscle ultrastructure. 
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